Interactive responses of Solanum dulcamara to drought and insect feeding are herbivore species specific Figure S1 . Levels of herbivory damage of leaf samples used for microarray analysis, measurements of hormone concentrations and protease inhibitor contents. Spodoptera exigua (BAW, grey bars) and Leptinotarsa decemlineata (CPB, black bars) larvae were fed for 48 h on Solanum dulcamara plants under well-watering (control) or drought treatments. Error bars are SEM; N = 9 per treatment combination.
. Univariate test for effects of watering treatments (well-watered and drought) and herbivory treatments (no herbivory or 48-h herbivory by Spodoptera exigua or Leptinotarsa decemlineata) on concentrations of jasmonic acid (JA), JA-isoleucine (JA-Ile), abscisic acid (ABA) and salicylic acid (SA) in Solanum dulcamara. Degree of freedom (df) and F values were presented. * p < 0.05; ** p < 0.01; *** p < 0.001. Bold numbers indicate significance. Correlation plot between log2 values of expression fold changes of 16 target and four reference genes. Each dot is a comparison between a treatment combination (water availability x herbivory treatments) to the control (well-watering conditions without herbivory). Table S2 . Overrepresentation of gene ontology (GO) terms among genes that were always induced by insect herbivory on Solanum dulcamara regardless of watering treatments (part i in Figure 4C ). Fisher's exact tests were used with FDR q value cut-off at 0.05. GO categories (Cat.): Molecular Function (F), Biological Process (P), Cellular Component (C). Kunitz-type proteinase inhibitor A4
GO-ID
( Figure S4 . Continued) Figure S4 . Differences in the transcriptional regulation Solanum dulcamara plants subjected to herbivory by Spodoptera exigua (BAW) or Leptinotarsa decemlineata (CPB). Network of biological processes (BPs), indicated by nodes, in well-watered (A) or drought-stressed (B) plants. Only BPs with a nominal p value ≤ 0.001, FDR q value ≤ 0.05, and an overlap coefficient ≤ 0.5 generated from the gene set enrichment analyses were included in the networks. Red or blue nodes are BPs that were downregulated or upregulated, respectively, stronger by BAW than by CPB compared to undamaged plants. Exceptions to this colour coding are nodes with adjacent green arrows indicating inducing directions by CPB (left arrow) and BAW (right arrow) herbivory. Node and edge sizes correspond to numbers of genes of a BP and number of genes that overlap between two connected BPs, respectively. Related clusters and individual BPs are grouped and assigned with labels. Table S4A . Overrepresentation of gene ontology (GO) terms among the genes that were specifically induced by Spodoptera exigua (BAW) herbivory on Solanum dulcamara plants under well-watering or drought treatments (parts o + k + g in Figure 4C ). Fisher's exact tests were used with FDR q value cut-off at 0.05. GO categories (Cat.): Molecular Function (F), Biological Process (P) and Cellular Component (C). GO terms enriched in BAW-downregulated genes specific to drought treatment Table S4B . Overrepresentation of gene ontology (GO) terms among the genes that were specifically induced by Leptinotarsa decemlineata (CPB) herbivory on Solanum dulcamara plants under wellwatering (control) or drought treatments (parts a + b + c in Figure 4C ). Fisher's exact tests were used with FDR q value cut-off at 0.05. GO categories (Cat.): Molecular Function (F), Biological Process (P) and Cellular Component (C).

GO-ID Term description
Cat. q value # Gene GO terms enriched in CPB-upregulated genes specific to control conditions GO terms enriched in CPB-upregulated genes overlapping between control and drought treatments GO terms enriched in CPB-upregulated genes specific to drought treatment Gene number Description 10 genes most upregulated by BAW specifically under drought; in part g, Figure 4C comp4199_c0_seq1
Cysteine protease inhibitor 8 comp13011_c0_seq2
Sesquiterpene synthase 1 comp29348_c0_seq1
Lipid transfer protein comp26311_c0_seq1 ABC transporter G family member 14 comp26586_c0_seq1
Limonene synthase comp25136_c0_seq1
Legumin 11S-globulin comp5470_c0_seq1 Peroxidase comp11400_c0_seq1
Multidrug resistance protein mdtK comp13940_c0_seq1
Pectate lyase comp11103_c0_seq1 DNA polymerase 10 genes most downregulated by BAW specifically under drought; in part g, Figure 4C comp17359_c0_seq1
Protein with unknown function comp904_c0_seq1
Microtubule-associated protein futsch comp20050_c0_seq1
Phloem protein comp22520_c0_seq1 SKP1-like protein comp12519_c0_seq1
Homeobox-leucine zipper protein comp13007_c0_seq1
Heat shock protein 1 comp20351_c0_seq1
Cotton fiber expressed protein 1 comp5436_c1_seq1
Early nodulin 75 protein comp23666_c0_seq1
Acetyl esterase comp16023_c0_seq1
Protein with unknown function 10 genes most upregulated by CPB specifically under drought; in part c, Figure 4C comp15794_c0_seq1
Protein with unknown function comp572_c0_seq1
Osmotin-like protein comp15807_c0_seq1
Patatin-like protein 3 comp20396_c0_seq1
Alternative oxidase comp2990_c0_seq1
Universal stress protein comp10454_c0_seq1
Tropinone reductase I comp4593_c0_seq1 N-acetyltransferase comp469_c0_seq1
Blue copper protein comp19640_c0_seq1
Kunitz trypsin inhibitor comp4880_c0_seq1
Protein with unknown function 10 genes most downregulated by CPB specifically under drought; in part c, Figure 4C comp21048_c0_seq1
Protein with unknown function comp24351_c0_seq1
Protein with unknown function comp23146_c0_seq1
Carotenoid cleavage dioxygenase comp2675_c0_seq2
Squamosa promoter binding-like protein comp19061_c0_seq1 BZIP transcription factor family protein comp1493_c0_seq1
Pathogenesis-related protein PR-1 comp25443_c0_seq1
Protein with unknown function comp21508_c0_seq1
Protein with unknown function comp28418_c0_seq1
Non-LTR retroelement reverse transcriptase comp959_c0_seq1 Polygalacturonase Figure S5 . Herbivore-induced genes in Solanum dulcamara that were no longer significantly induced by Leptinotarsa decemlineata (CPB) feeding on drought-stressed plants. 
